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Other BLAST Programs

2 BLASTN: nucleic acid query to NA database

2 BLASTP: Protein query to Protein database

2 BLASTX: Translated nucleic acid query to
Protein database

2 TBLASTN: Protein query against (translated)
nucleic acid databse

»» TBLASTX: Translated nucleic acid against
translated nucleic acid database

OTHER BLAST
VARIATIONS

2»Gapped BLAST (BLAST 2.0) -extend
words from no-gap to gap, generate
gapped alignments

2 PS|-BLAST- Position Specific Iterated
BLAST-use gapped BLAST, generate a
Profile from multiple iterations used
instead of the input and Distance Matrix
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BLAST Significance

»|f you change scoring systems, you can
still compare search results if you
normalize the score.
S’=(lambdaS-InK)/In2. Lambda and K
are associated with the scoring system.
S’, with a given E, is significant if it is
greater than log N/E, N the size of the
search space.

FASTA: FAST Alignment

s»http://alphal0.bioch.virginia.edu/fasta/

2> http://www?2.ebi.ac.uk/fasta3
s> http://workbench.sdsc.edu

»»Rapid Global alignment

»»Not a strong mathematical basis
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LALIGN

»»Essentially a FASTA derivative for
local alignments

2 Compares two proteins to identify
regions of similarity

2\Will report several sequence
alignments within a given sequence

2»\Works for internal repeats that are
missed by FASTA because of gaps.

SITEs for LALIGN

2» http://fasta.bioch.virginia.edu/fasta/lalign.htm

a»http://xylian.igh.cnrs.fr/bin/lalign-

guess.cqgl

2 http://biowb.sdsc.edu (registration
necessary but painless)

2 PALIGN
http://fasta.bioch.virginia.edu/fasta/palign.htm

(plots a graph of the areas of alignment)
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ENTREZ: Linked Databases

http://www.ncbi.nlm.nih.gov/Entrez/

2»Concept of Neighbor-usually BLAST
relationship

»»Precomputed=Fast

»»Related sequence, structure
neighbors, related articles
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EST Cluster Databases

2 STACK-at SANBI http://sanbi.ac.za

»TIGR-animals, plants, other
http://www.tigr.org/tdb/tgi.shtml
»»Unigene-NCBI
e Human, mouse, rat, cow,zebrafish
e MRNASs
e predicted mRNAs

UniGene Human Sequences
Callestion
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HomeloGene

Resources for Genomic
Comparison

2» GLASS-http://plover.lcs.mit.edu
a»PipMaker: http://bio.cse.psu.edu
s»Rosetta: http:// plover.lcs.mit.edu(genes)
2 SGP: htttp://soft.ice.mpg.de/sgp-1
2V|STA: http://mvww-gsd.Ibl.gov/VISTA

2\WABA:
http://www.cse.ucsc.edu/~kent/xenoAli/inde

xX.html
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RULES OF THUMB

»»Use an up-to-date database; repeat
often

2»Choose a fast algorithm
a»Use the most recent version

2»\Work at the protein level--for a small
amount of evolutionary change, DNA
sequence contains less information
about homology

2»Respect your own intuition

Other Resources

2 NCBI Education Page

http://www.ncbi.nlm.nih.gov/Education/index.html

»BCM Gene Finder

http://searchlauncher.bcm.tmc.edu/docs/s| links.html

a»EBI-SwissProt, TTEMBL, PIR, SRS,
Tools http:/mvww.ebi.ac.uk

2 EXPASY-SwissProt, TrEMBL

http://www.expasy.ch/

2 DISC-DNA Information and Stock
Center http://www.dna.affrc.go.jp
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How we develop Prosite patterns!
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“"Potential’, ‘Probable’, 'By Similarity” -
They don’t know anything about this protein!”

Brgille Boecimarsd 1954
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